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Abstract
Metagenomics is defined as the direct analysis of deoxyribonucleic acid (DNA) purified from environmental samples and enables taxonomic
identification of the microbial communities present within them. Two main metagenomic approaches exist; sequencing the 16S rRNA gene
coding region, which exhibits sufficient variation between taxa for identification, and shotgun sequencing, in which genomes of the organisms
that are present in the sample are analyzed and ascribed to "operational taxonomic units"; species, genera or families depending on the extent of
sequencing coverage.
In this study, shotgun sequencing was used to analyze the microbial community present in cattle silage and, coupled with a range of
bioinformatics tools to quality check and filter the DNA sequence reads, perform taxonomic classification of the microbial populations present
within the sampled silage, and achieve functional annotation of the sequences. These methods were employed to identify potentially harmful
bacteria that existed within the silage, an indication of silage spoilage. If spoiled silage is not remediated, then upon ingestion it could be
potentially fatal to the livestock.
Video Link
The video component of this article can be found at http://www.jove.com/video/54936/
Introduction
Metagenomics is the direct analysis of DNA purified from biological communities found within environmental samples 1 and was originally used
to detect unculturable bacteria found in sediments 2. Metagenomics has been widely used for a number of applications, such as identifying the
human microbiome 3, classifying microbial populations within the ocean 4 and even for the analysis of the bacterial communities that develop
on coffee machines 5. The introduction of next generation sequencing technologies resulted in greater sequencing throughput and output.
Consequently, DNA sequencing has become more economical 6 and the depth of sequencing that can be performed has greatly increased,
enabling metagenomics to become a powerful, analytical tool.
"Front-end" enhancements in the practical, molecular aspect of metagenomic sequencing have driven the growth of the in silico bioinformatics
tools available for the taxonomic classification 7-9, functional annotation 10,11 and visual representation 12,13 of DNA sequence data. The
increasing number of available, sequenced prokaryotic and eukaryotic 14 genomes allows further accuracy in the classification of microbial
communities, which are invariably performed against a "back-end" reference database of sequenced genomes 15. Two main approaches can be
adopted for metagenomic analysis.
The more conventional method is analysis of the 16S rRNA gene coding region of bacterial genome. The 16S rRNA is highly conserved between
prokaryote species but exhibits nine hyper-variable regions (V1 - V9) which can be exploited for species identification 16. The introduction of
longer sequencing (≤ 300 bp paired end) allowed for the analysis of DNA sequences spanning two hyper-variable regions, in particular the V3 -
V4 region 17. Advances in other sequencing technologies, such as Oxford Nanopore 18 and PacBIO 19, do allow the entire 16S rRNA gene to be
sequenced contiguously.
While 16S rDNA based libraries provide a targeted approach to species identification and enable the detection of low copy number DNA that
naturally occurs within purified samples, shotgun sequencing libraries allow for the detection of species that may contain DNA regions that are
either not amplifiable by the 16S rRNA marker primer sequences used, or because the differences between the template sequence and the
amplifying primer sequence are too great 20,21. Furthermore, although DNA polymerases have a high fidelity of DNA replication, base errors
can nonetheless occur during PCR amplification and these incorporated errors can result in incorrect classification of originating species 22.
Biases in the PCR amplification of template sequences can also occur; sequences of DNA with a high GC content can be under represented
in the final amplicon pool 23 and similarly unnatural base modifications, such as thymine glycol, can halt DNA polymerases causing failures in
the amplification of DNA sequences 24. In contrast, a shotgun sequencing DNA library is a DNA library that has been prepared by using all of
the purified DNA that has been extracted from a sample and subsequently fragmented into shorter DNA chain lengths prior to preparation for
sequencing. Taxonomic classification of DNA sequences generated by shotgun sequencing is more accurate when compared to 16S rRNA
amplicon sequencing 25, although the financial cost required to reach a reliable sequencing depth is greater than that of amplicon sequencing 26.
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The major benefit of shotgun sequencing metagenomics is that sequenced regions of the various genomes in the sample are available for gene
prospecting once they have been has been taxonomically classified 27.
Metagenomic sequence data is analyzed by an ever-increasing range of bioinformatic tools. These tools are able to perform a wide variety
of applications, for example, quality control analysis of the raw sequence data 28, overlapping of paired end reads 29, de novo assembly of
sequence reads to contigs and scaffolds 30,31, taxonomic classification and visualization of sequence reads and assembled sequences 7,12,32,33
and the functional annotation of assembled sequences 34,35.
Silage, produced by farmers throughout the world from fermented cereals such as maize (Zea mays), is predominately used as cattle feed.
Silage is treated with the bacterium Lactobacillus sp. to aid fermentation 36 but to date, there is limited knowledge of the other microbial
populations found in silage. The fermentation process can lead to undesirable and potentially harmful micro-organisms becoming prevalent
within the silage 37. In addition to yeasts and molds, bacteria are particularly adaptable to the anaerobic environment in fermenting silage and
are more frequently associated with diseases in livestock rather than the degradation of the silage 38. Butyric acid bacteria can be inadvertently
added from soil remains when filling the silage silos and are able to convert the lactic acid, a product of anaerobic digestion, to butyric acid,
thus increasing the pH of the silage 39. This increase in pH can lead to an upsurge in spoilage bacteria that would normally be unable to sustain
growth under optimum silage fermentation conditions 38. Clostridium spp., Listeria spp. and Bacillus spp. are of particular concern, especially in
silage for dairy cattle feed, as bacterial spores that have survived the gastrointestinal tract 40 can enter the food-chain, lead to food spoilage and,
in rare cases, to animal and human fatalities 37,39,41-44. Moreover, while it is difficult to estimate the exact economic impact of veterinary treatment
and livestock loss caused by silage spoilage, it is likely to be detrimental to a farm if an outbreak was to occur.
It is hypothesized that by using a metagenomic approach we can classify the microbial populations that are present in silage samples and
furthermore identify microbial communities associated with silage spoilage that would, in turn, potentially have a detrimental effect on the
livestock, enabling remedial action to be taken before the silage is to be used as a food source.
Protocol
1. Site Location
1. Collect the silage sample from an appropriate site such as a farm. Here, the farm was located in Ballydulea, Co. Cork, Ireland (51°51'58.4"N
8°16'48.7"W).
2. DNA Extraction
NOTE: DNA extraction was performed using a commercial kit following the manufacturer's instructions. A negative control, which contained no
sample, was used throughout the library preparation method.
1. Add 100 - 400 mg of sample to 978 µL sodium phosphate buffer and 122 µL soil lysis buffer in the supplied lysis tubes.
2. Homogenize samples by placing the lysis tubes into the homogenizer for 40 s at a speed of 6.0 m/s.
3. Centrifuge lysates at 14,000 x g for 15 min and transfer the supernatant to a clean micro-centrifuge tube containing 250 µL of Protein
Precipitate Solution (PPS). Mix the solution by inverting 10 times and centrifuge at 14,000 x g for 5 min.
4. Add the supernatant to 1 mL DNA binding matrix in a clean 15 mL centrifuge tube. Mix the solution by inverting the tube constantly for 3 min.
Allow the mixture to settle for 3 min, then discard 500 µL of supernatant. Mix the remaining supernatant.
5. Transfer 600 µL of the suspension to a spin filter and centrifuge at 14,000 x g for 1 min. Discard the filtrate and repeat the process with the
remaining suspension.
6. Add 500 µL of wash buffer to the DNA binding matrix within the spin filter, mix by pipetting, then centrifuge at 14,000 x g for 1 min.
7. Discard the filtrate and centrifuge the spin filter again at 14,000 x g for 2 min to ensure all wash buffer is removed. Dry the spin filter at 23 ˚C
for 5 min.
8. Pre-warm (70 ˚C) the DNase-free water (DES) and re-suspend the DNA binding matrix in 100 µL of DES within the spin filter. Transfer the
spin filter to a clean 1.5 mL micro-centrifuge tube and centrifuge at 14,000 x g for 1 min to elute DNA. Store the purified DNA at -20 ˚C until
further analysis is performed.
3. DNA Purification Using DNA Purification Beads
NOTE: Prior to metagenomic library preparation the extracted DNA was purified using purification beads to ensure a pure DNA sample was
obtained.
1. Incubate the beads at 23 ˚C for 30 min before use. Add 2 volumes of beads to the DNA sample and incubate the solution at 23 ˚C for 5 min.
2. Place the samples onto a separation magnet for 5 min and then discard the supernatant. Wash the beads twice with 200 µL fresh 80%
ethanol (EtOH). Air dry the beads for 10 min.
3. Remove the samples from the separation magnet and add 50 µL of elution buffer (EB), mix by pipetting.
4. Incubate the suspension at 23 ˚C for 5 min, after which place the samples back onto the separation magnet for 3 min.
5. Transfer the supernatant, which contains the DNA, to a clean tube. Discard the beads.
6. Quantify the purified DNA as per section four.
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4. Quantification of Purified DNA
NOTE: Purified DNA was quantified using a fluorometer and double-stranded (dsDNA) High Sensitivity (HS) assay kit following the
manufacturer's instructions.
1. Prepare a working solution using 199:1 ratio of buffer to reagent.
2. Add 10 µL of each DNA standard to 190 µL of working solution.
3. Add 10 µL of purified DNA to 190 µL of working solution. The final volume should be 200 µL. Incubate standard and DNA samples at 23 ˚C
for 2 min.
4. Analyze standards before the DNA samples on the fluorometer using the on-screen instructions.
5. Shotgun Sequencing Library Preparation
NOTE: The shotgun sequencing library was prepared using a commercial library preparation kit using the manufacturer's instructions.
1. Dilute the DNA samples to 0.2 ng/µL using EB. Any sample which is already below this concentration, i.e. the negative control, is left at its
current concentration.
2. Mix 5 µL of the purified DNA with 10 µL buffer and 5 µL enzyme mix. Incubate samples at 55 ˚C for 5 min.
3. Add 5 µL of neutralizing buffer and incubate the solution at 23 ˚C for 5 min.
4. Add 5 µL of each of the sample specific sequencing indices and 15 µL of PCR master mix.
5. In a thermocycler, incubate the samples at 72 ˚C for 3 min, 95 ˚C for 30 s, before 12 cycles of 95 ˚C for 10 s, 55 ˚C for 30 s and 72 ˚C for 30
s. Incubate samples finally at 72 ˚C for 5 min.
6. Purify the prepared DNA using the bead purification as before but with a final elution of 30 µL of EB.
6. Library Quantity and Quality Check
NOTE: The quantity and quality of the prepared libraries were assessed using a commercial kit and instrumentation.
1. Incubate the kit components at 23 ˚C for 30 min prior to use.
2. Add 2 µL of DNA to 2 µL of buffer and vortex for 1 min at 2,000 rpm.
3. Spin down the sample to ensure it is at the bottom of the tube.
4. Insert the sample tubes, analysis tape and tips into the instrument, and perform analysis as directed by the software.
7. DNA Sequencing
1. Transfer the prepared and quantified DNA sequencing libraries samples to a sequencing service and sequence using 300 bp paired end
sequencing 45.
8. Analysis of Raw Sequence Data
NOTE: The commands for each program using a Linux operating system are shown below the protocol step. The pipeline used for sequence
data analysis is shown in Figure 1. The programs are to be installed by the user prior to analysis. This process should be performed individually
for each sample.
1. Analyze and visualize DNA sequence data using FastQC 46 by typing in to the command line /path-to-file/fastqc, followed by the forward and
reverse raw reads raw_read1.fastq raw_read2.fastq.
2. Specify an output folder by typing -o output_fastqc and the file format of the raw read files by -f fastq.
3. View the output file (Figure 2).
 
path-to-file/fastqc raw_read1.fastq raw_read2.fastq -o output_directory -f fastq.
9. Quality Control Trimming and Filtering Sequence Data
1. Run the trimming program, Trimmomatic 28 by typing into the command line java -jar /path-to-file/ trimmomatic-0.35.jar.
2. Specify the files are paired end files by typing 'PE'. State that 16 central processing units (CPUs) should be used by the program by typing -
threads 16.
3. List the two files to QC check by typing the names of the raw forward and reverse reads. The prefix of the output files is determined by typing
-baseout silage.
4. Define the options for the program by typing ILLUMINACLIP:NexteraPE-PE.fa:2:30:10 LEADING:3 TRAILING:3 SLIDINGWINDOW:4:20
CROP:200 HEADCROP:15 MINLEN:36.
5. Once complete, analyze the trimmed sequences using FastQC as before and compare the output to the raw sequence data to ensure
trimming has been performed successfully.
 
NOTE: The software tool, Trimmomatic, trimmed reads further by removing leading low quality or N bases (below quality 3), removing trailing
low quality or N bases (below quality 3) and scanning each read with a 4-base wide sliding window. The parameters were set for cutting when
the average quality per base drops below 20 and then to drop any reads below 36 bases long. Finally, 15 bases were cropped from the head
of each read and reads were cropped to keep 200 bases from the start of the read. This final step was performed to overcome some quality
issues when sequencing long (> 200 bp) reads. These can be adjusted for specific samples 28.
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java -jar /path-to-file/trimmomatic-0.35.jar PE -threads 16 raw_read1.fastq raw_read2.fastq -baseout silage ILLUMINACLIP:NexteraPE-
PE.fa:2:30:10 LEADING:3 TRAILING:3 SLIDINGWINDOW:4:20 CROP:200 HEADCROP:15 MINLEN:36
10. Metagenome Assembly
1. Merge the unpaired, trimmed reads by typing cat followed by the unpaired reads; silage_read1_unpaired.fastq silage_read2_unpaired.fastq.
Write the files to a new file by typing > silage_merged_unpaired.fastq
 
cat silage_read1_unpaired.fastq silage_read2_unpaired.fastq > silage_merged_unpaired.fastq
2. To de novo assemble the sequenced DNA, use SPAdes (St. Petersburg genome assembler) 30 by typing /path-to-file/spades.py. Specify that
16 CPUs are to be used by typing -t 16 and that the metagenomic parameter should applied by typing --meta.
3. Identify the trimmed forward reads using -1 silage_read1_paired.fastq and the reverse reads by -2 silage_read2_paired.fastq. The merged
unpaired reads are specified by -s silage_merged_unpaired.fastq.
4. Define the output folder by typing -o silage_spades.
 
path-to-file/spades.py -t 16 --meta -1 silage_read1_paired.fastq -2 silage_read2_paired.fastq -s silage_merged_unpaired.fastq -o
silage_spades
11. Paired-end Read Overlap
1. Merge pairs of DNA sequence reads using FLASH (Fast Length Adjustment of Short Reads) 29 by typing into command line /path-to-file/flash.
Specify that 16 CPUs should be used by using -t 16 and the output prefix by typing -o silage.
2. Identify trimmed reads by typing silage_trimmed_R1.fastq silage_trimmed_R2.fastq
 
path-to-file/flash -t 16 -o FLASHed silage_read1_paired.fastq silage_read2_paired.fastq
12. Taxonomic Classification
1. Type /path-to-file/kraken and specify the database by typing --db /path-to-file/standard.
2. Define that 16 CPUs should be used by typing --threads 16 and identify an output folder by using --output
FLASHed_silage_extendedFrags_kraken.txt. Type the input file name; FLASHed_silage.extendedFrags.fastq
 
path-to-file/kraken --db standard --thread 16 --output FLASHed_silage_extendedFrags_kraken.txt FLASHed_silage.extendedFrags.fastq
 
NOTE: Classification of the assembled DNA sequence scaffolds using Kraken 7 was completed against the most recent, standard Kraken
database that contained all available Prokaryote genome sequences.
3. Transfer columns 2 and 3 from the output file and to a new file by typing cut -f2,3 FLASHed_silage_extendedFrags_kraken.txt >
FLASHed_silage_extendedFrags_kraken.int
4. Open the output file in web browser.
 
cut -f2,3 FLASHed_silage_extendedFrags_kraken.txt > FLASHed_silage_extendedFrags_kraken.int
5. Import the new file into Krona 12 by typing ktImportTaxonomy. Specify the input file by typing FLASHed_silage_extendedFrags_kraken.int.
Identify the output file by typing -o FLASHed_silage_extendedFrags_kraken.out.html.
 
path-to-file/ktImportTaxonomy FLASHed_silage_extendedFrags_kraken.int -o FLASHed_silage_extendedFrags_kraken.out.html
13. Functional Annotation
1. Go to the MG-RAST 47 website, http://metagenomics.anl.gov/. Register as a new user if required. After logging in, Click on the “Upload”
button. Upload the assembled scaffolds from Step 10.
2. Once the files have uploaded, click on "Submit" and follow the instructions and await the completion of analysis.
3. After the analysis is complete, view the link sent via email from MG-RAST, or alternatively, click on "Progress". There is a list of completed
jobs. Click on the relevant job id and then on the link to the "download page".
4. On the download page, under the heading "Protein Clustering 90%", click on the protein button to download the predicted protein file,
550.cluster.aa90.faa.
5. To classify the proteins as putatively belonging to a particular CAZy enzyme class, compare the downloaded proteins to the CAZy database
48. Download the Carbohydrate-Active enZYmes Database (CAZy) from files are: AA.zip, CE.zip, GH.zip, GT.zip and PL.zip. These files
represent the following enzyme classes respectively: Auxiliary Activities (AA), Carbohydrate Esterases (CE), Glycoside Hydrolases (GH),
Glycosyl Transferases (GT) and Polysaccharide Lyases (PL).
6. Unzip the database files and annotate the proteins by determining the protein similarity to the CAZy database proteins using the USEARCH
UBLAST algorithm 49. To use a bash loop (for i in *.txt) to iterate through the 5 database .txt files type "for i in *.txt; do".
7. Run USEARCH by typing /path-to-file/usearch8 with the parameter -ublast in order to use the ublast algorithm. Then type in the name of the
protein sequence file downloaded from MG-RAST, "mgmXXXXXX.3.550.cluster.aa90.faa".
8. To indicate the database file to be used type "-db $i" and to specify the E-value threshold at 1e-5, type "-evalue 1e-5".
9. To terminate the search after the discovery of a target sequence and therefore classifying that protein sequence as belonging to the target
enzyme class, e.g. GH, type "-masaccepts 1".
10. To define that 16 CPUs should be used type "-threads 16" and to specify the format of the output file as atab-separated text type "-blast6out".
To identify the output file type "$i.ublast". To terminate the bash loop, type "; done"
 
for i in *.txt;
 
do /path-to-file/usearch8 -ublast ../mgmXXXXXX.3.550.cluster.aa90.faa -db $i -evalue 1e-5 -maxaccepts 1 -threads 16 -blast6out $i.ublast;
 
done
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14. Visualizing CAZy Annotation
1. To visualize the output from the CAZy annotation as a Venn diagram, generate protein ID lists for each enzyme class using a bash loop. Type
"for i in *.ublast; do".
2. To transfer column 1 from the output file and to a new file, type "cat $i | cut -f 1 >$i.list".
3. Terminate the loop and type "; done".
4. Open the .list files in a text editor. Go to the website , select the number of sets as 5 and paste the content of each list file in a separate box.
Download the resulting diagram as a .SVG file.
 
for i in *.ublast;
 
do cat $i | cut -f 1 >$i.list;
 
done
Representative Results
Prior to bioinformatic processing, raw sequence reads were trimmed and adapters were removed using Trimmomatic software 28. After the
trimming and filtering step, the number of reads was reduced to 50% of the sequence reads (Table 1). The average base phred score was >30
after quality control (Figure 2).
Pairs of DNA sequences which had overlapping regions were merged using FLASH software 29 to generate single longer reads, non-overlapping
reads were kept in a separate file. 45.47% reads (105,343) combined successfully. Following the overlapping of reads using FLASH of reads, the
resulting extended fragments underwent bacterial taxonomic classification using Kraken software 7 and were subsequently visualized with Krona
software (Figure 3).
The majority of the bacterial species present in the silage metagenome are found within 4 prokaryotic phyla: Firmicutes (34%), Actinobacteria
(28%), Proteobacteria (27%) and Bacteroidetes (7%). The distribution of classes present within these phyla can be seen in Figure 4. The most
abundant species in the metagenome were Lactobacillus spp. (24%; Firmicutes), Corynebacterium spp. (8%; Actinobacteria), Propionibacterium
spp. (3%; Actinobacteria) and Prevotella spp. (3%; Bacteroidetes). Species important to animal health and implicated in disease were also
observed; Clostridium spp. (1%) Bacillus spp. (0.6%), Listeria spp. (0.2%) were predicted to be present in the silage sample.
Functional annotation was performed on assembled reads. The metagenome was assembled using the SPAdes assembler 30 using the trimmed
and filtered paired-end and unpaired reads generating 92,284 scaffolds. In order to identify cellulases, proteins were predicted using MG-RAST
and annotated using the Carbohydrate-Active enZYmes Database (CAZy). Of the 97,562 predicted proteins, 6357 were annotated as a putative
carbohydrate-active enzyme in one of the five enzymes classes that make up the CAZy database (Figure 5). Results were visualized as a Venn
diagram using InteractiVenn software 50 showing the distribution of protein annotations including those containing more than one CAZy enzyme
class annotation. Of these, 3861 were predicted to have glycoside hydrolase activity and will be further characterized in the laboratory to confirm
function.
Journal of Visualized Experiments www.jove.com
Copyright © 2017  Creative Commons Attribution 3.0 License January 2017 |  119  | e54936 | Page 6 of 11
 
Figure 1: Bioinformatic Metagenomics Pipeline for the Analysis of Silage. Two main approaches were used to investigate the microbiome of
silage, taxonomic classification and functional annotation. Please click here to view a larger version of this figure.
 
Figure 2: Sequence Quality Per-base Before and After Trimming and Adapter Removal. The per-base sequence quality plot from FASTQC
shows the average phred score across the length of the sequence reads pre- and post- quality control. Please click here to view a larger version
of this figure.
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Figure 3: Taxonomic Classification of the Bacterial Microbiome of Solid Silage. Classification of trimmed and overlapping sequence reads
from FLASH was performed using Kraken 7 and subsequently visualized with krona. Please click here to view a larger version of this figure.
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Figure 4: Taxonomic Class Distribution of the 4 Most Abundant Phyla in the Bacterial Microbiome of Solid Silage. The percentage of
each class of bacteria within the four most abundant phyla. Firmicutes: Clostridia (red) and Bacilli (dark blue); Proteobacteria: delta/epsilon
(pink), alpha (pale blue), gamma (orange) and beta (turquoise); Bacteroidetes: Flavobacteriia (dark blue) and Bacteroidia (pale green);
Actinobacteria: Coriobacteriia (dark purple) and other Actinobacteria (dark green). Please click here to view a larger version of this figure.
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Figure 5: CAZy Annotation of the Predicted Proteome in the Solid Silage Microbiome. Venn diagram showing the distribution of the five
enzyme classes of CAZy annotations in the predicted proteome of solid silage microbiome. Please click here to view a larger version of this
figure.
# Raw reads # Filtered reads
(paired)
# Filtered reads (paired)
(unpaired)
# FLASHed reads
2,374,949 x2 231,679 x2 1,892,534 105,343
Table 1: Summary Table of Sequencing Reads.
Discussion
While an in silico analysis can give an excellent insight to the microbial communities that are present within environmental samples, it is critical
that the taxonomic classifications demonstrated be performed in association with relevant controls and that a suitable depth of sequencing has
been achieved to capture the entire population present 51.
With any computational analysis, there are many routes to achieve a similar goal. The methods that we have used in this study are examples
of suitable and straightforward methods, that have been brought together to achieve a range of analyses on the silage microbiome. A variety
and an ever-increasing number of bioinformatics tools and techniques are available to analyze metagenomic data, for instance Phylosift 8
and MetaPhlAn2 52, and these should be evaluated prior to the investigation for their relevance to the sample and the analysis required 53.
Metagenomic analysis methods are limited by the databases for available for classification, sequencing depth and the quality of sequencing.
The bioinformatic processing demonstrated here was performed on a local, high powered machine; however cloud-based systems are also
available. These cloud-based services allow for the rental of the necessary computational power without having the high-cost investment of a
suitable powerful local workstation. A potential application of this method would be to assess silage before its use in agriculture to ensure that no
potentially harmful bacteria are present therefore preventing them from entering the food chain.
Disclosures
The authors have nothing to disclose.
Journal of Visualized Experiments www.jove.com
Copyright © 2017  Creative Commons Attribution 3.0 License January 2017 |  119  | e54936 | Page 10 of 11
Acknowledgements
Authors would like to thank Andrew Bird for the silage samples and Audrey Farbos of the Exeter Sequencing Service for her assistance in
preparing DNA sequencing libraries. Exeter Sequencing Service and Computational core facilities at the University of Exeter. Medical Research
Council Clinical Infrastructure award (MR/M008924/1). Wellcome Trust Institutional Strategic Support Fund (WT097835MF), Wellcome Trust
Multi User Equipment Award (WT101650MA) and BBSRC LOLA award (BB/K003240/1).
References
1. Riesenfeld, C. S., Schloss, P. D., & Handelsman, J. Metagenomics: genomic analysis of microbial communities. Annu. Rev. Genet. 38 (1),
525-552 (2004).
2. Amann, R. I., Ludwig, W., & Schleifer, K. H. Phylogenetic identification and in situ detection of individual microbial cells without cultivation.
Microbiol. Rev. 59 (1), 143-169 (1995).
3. Human Microbiome Project Consortium Structure, function and diversity of the healthy human microbiome. Nature. 486 (7402), 207-214
(2012).
4. Venter, J. C., et al. Environmental genome shotgun sequencing of the Sargasso Sea. Science. 304 (5667), 66-74 (2004).
5. Vilanova, C., Iglesias, A., & Porcar, M. The coffee-machine bacteriome: biodiversity and colonisation of the wasted coffee tray leach. Sci.
Rep. 5, 17163 (2015).
6. Hayden, E. C. Technology: The $1,000 genome. Nature. 507 (7492), 294-295 (2014).
7. Wood, D. E., & Salzberg, S. L. Kraken: ultrafast metagenomic sequence classification using exact alignments. Gen. Biol. 15 (3), R46 (2014).
8. Darling, A. E., et al. PhyloSift: phylogenetic analysis of genomes and metagenomes. PeerJ. 2 (12), e243 (2014).
9. Buchfink, B., Xie, C., & Huson, D. H. Fast and sensitive protein alignment using DIAMOND. Nat. Meth. 12 (1), 59-60 (2015).
10. Moreno-Hagelsieb, G., & Hudy-Yuffa, B. Estimating overannotation across prokaryotic genomes using BLAST+, UBLAST, LAST and BLAT.
BMC Res Notes. 7 (1), 651 (2014).
11. Hauser, M., Steinegger, M., & Söding, J. MMseqs software suite for fast and deep clustering and searching of large protein sequence sets.
Bioinf. 32 (9), 1323-1330 (2016).
12. Ondov, B. D., Bergman, N. H., & Phillippy, A. M. Interactive metagenomic visualization in a Web browser. BMC Bioinf. 12 (2011).
13. Kolde, R., & Vilo, J. GOsummaries: an R Package for Visual Functional Annotation of Experimental Data. F1000Res. 4, 574 (2015).
14. Reddy, T. B. K., et al. The Genomes OnLine Database (GOLD) v.5: a metadata management system based on a four level (meta)genome
project classification. Nuc. Aci. Res. 43 (D1), D1099-D1106 (2015).
15. Camacho, C., et al. BLAST+: architecture and applications. BMC Bioinf. 10 (1), 421 (2009).
16. Chakravorty, S., Helb, D., Burday, M., Connell, N., & Alland, D. A detailed analysis of 16S ribosomal RNA gene segments for the diagnosis of
pathogenic bacteria. J. Micro. Met. 69 (2), 330-339 (2007).
17. Fadrosh, D. W., et al. An improved dual-indexing approach for multiplexed 16S rRNA gene sequencing on the Illumina MiSeq platform.
Microbiome. 2 (1), 6 (2014).
18. Mikheyev, A. S., & Tin, M. M. Y. A first look at the Oxford Nanopore MinION sequencer. Molecular Ecology Resources. 14 (6), 1097-1102
(2014).
19. Schadt, E. E., Turner, S., & Kasarskis, A. A window into third generation sequencing. Hum. Mol. Genet. 20 (4), 853-853 (2011).
20. Shapiro, B., & Hofreiter, M. A Paleogenomic Perspective on Evolution and Gene Function: New Insights from Ancient DNA. Science. 343
(6169), -1236573 (2014).
21. Sarkissian, Der, C., et al. Ancient genomics. Phil. Trans. R. Soc. B. 370 (1660) (2015).
22. Patin, N. V., Kunin, V., Lidström, U., & Ashby, M. N. Effects of OTU Clustering and PCR Artifacts on Microbial Diversity Estimates. Microb
Ecol. 65 (3), 709-719-719 (2013).
23. McInroy, G. R., Raiber, E.-A., & Balasubramanian, S. Chemical biology of genomic DNA: minimizing PCR bias. Chem. Commun. 50 (81),
12047-12049 (2014).
24. Aller, P., Rould, M. A., Hogg, M., Wallace, S. S., & Doublié, S. A structural rationale for stalling of a replicative DNA polymerase at the most
common oxidative thymine lesion, thymine glycol. Proc. Natl. Acad. Sci. U.S.A. 104 (3), 814-818 (2007).
25. Ranjan, R., Rani, A., Metwally, A., McGee, H. S., & Perkins, D. L. Analysis of the microbiome: Advantages of whole genome shotgun versus
16S amplicon sequencing. Biochem. Biophys. Res. Commun. 469 (4), 967-977 (2016).
26. Sims, D., Sudbery, I., Ilott, N. E., Heger, A., & Ponting, C. P. Sequencing depth and coverage: key considerations in genomic analyses. Nat
Rev Genet. 15 (2), 121-132 (2014).
27. Li, X., Rao, S., Wang, Y., & Gong, B. Gene mining: a novel and powerful ensemble decision approach to hunting for disease genes using
microarray expression profiling. Nuc. Aci. Res. 32 (9), 2685-2694 (2004).
28. Bolger, A. M., Lohse, M., & Usadel, B. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinf. 30 (15), 2114-2120 (2014).
29. Magoc, T., & Salzberg, S. L. FLASH: fast length adjustment of short reads to improve genome assemblies. Bioinf. 27 (21), 2957-2963 (2011).
30. Bankevich, A., et al. SPAdes: a new genome assembly algorithm and its applications to single-cell sequencing. J. Comput. Biol. 19 (5),
455-477 (2012).
31. Nurk, S., Meleshko, D., & Korobeynikov, A. metaSPAdes: a new versatile de novo metagenomics assembler. (2016).
32. Altschul, S. F., Gish, W., Miller, W., Myers, E. W., & Lipman, D. J. Basic local alignment search tool. J. Mol. Biol. 215 (3), 403-410 (1990).
33. Tanaseichuk, O., Borneman, J., & Jiang, T. Phylogeny-based classification of microbial communities. Bioinf. 30 (4), 449-456 (2014).
34. Bose, T., Haque, M. M., Reddy, C., & Mande, S. S. COGNIZER: A Framework for Functional Annotation of Metagenomic Datasets. PLoS
ONE. 10 (11), e0142102 (2015).
35. Sharma, A. K., Gupta, A., Kumar, S., Dhakan, D. B., & Sharma, V. K. Woods: A fast and accurate functional annotator and classifier of
genomic and metagenomic sequences. Genomics. 106 (1), 1-6 (2015).
36. Eikmeyer, F. G., et al. Metagenome analyses reveal the influence of the inoculant Lactobacillus buchneri CD034 on the microbial community
involved in grass ensiling. J. Biotech. 167 (3), 334-343 (2013).
Journal of Visualized Experiments www.jove.com
Copyright © 2017  Creative Commons Attribution 3.0 License January 2017 |  119  | e54936 | Page 11 of 11
37. Driehuis, F., & Elferink, S. J. W. H. O. The impact of the quality of silage on animal health and food safety: A review. Vet. Quart. 22 (4),
212-216 (2000).
38. Dunière, L., Sindou, J., Chaucheyras-Durand, F., Chevallier, I., & Thévenot-Sergentet, D. Silage processing and strategies to prevent
persistence of undesirable microorganisms. Anim Feed Sci Technol. 182 (1-4), 1-15 (2013).
39. Vissers, M. M. M., et al. Minimizing the Level of Butyric Acid Bacteria Spores in Farm Tank Milk. J. of Dairy Sci. 90 (7), 3278-3285 (2007).
40. Giffel, Te, M. C., Wagendorp, A., & Herrewegh, A. Bacterial spores in silage and raw milk. Antonie van …. (2002).
41. Wiedmann, M. ADSA Foundation Scholar Award-An Integrated Science-Based Approach to Dairy Food Safety: Listeria monocytogenes as a
Model System. J. of Dairy Sci. 86 (6), 1865-1875 (2003).
42. Low, J. C., & Donachie, W. A review of Listeria monocytogenes and listeriosis. Vet J. 153 (1), 9-29 (1997).
43. Schoder, D., Melzner, D., & Schmalwieser, A. Important vectors for Listeria monocytogenes transmission at farm dairies manufacturing fresh
sheep and goat cheese from raw milk. J. Food. (2011).
44. Lindström, M., Myllykoski, J., Sivelä, S., & Korkeala, H. Clostridium botulinumin Cattle and Dairy Products. Crit. Rev. Food Sci. Nutr. 50 (4),
281-304 (2010).
45. Bentley, D. R., et al. Accurate whole human genome sequencing using reversible terminator chemistry. Nature. 456 (7218), 53-59 (2008).
46. Andrews, S. Babraham Bioinformatics− FastQC: A Quality Control tool for High Throughput Sequence Data. (2015).
47. Keegan, K. P., Glass, E. M., & Meyer, F. MG-RAST, a Metagenomics Service for Analysis of Microbial Community Structure and Function.
Methods Mol. Biol. 1399 (Chapter 13), 207-233 (2016).
48. Cantarel, B. L., et al. The Carbohydrate-Active EnZymes database (CAZy): an expert resource for Glycogenomics. Nuc. Aci. Res. 37
(Database issue), D233-8 (2009).
49. Edgar, R. C. Search and clustering orders of magnitude faster than BLAST. Bioinf. 26 (19), 2460-2461 (2010).
50. Heberle, H., et al. InteractiVenn: a web-based tool for the analysis of sets through Venn diagrams. BMC Bioinf. 16 (1), 213 (2015).
51. Ni, J., Yan, Q., & Yu, Y. How much metagenomic sequencing is enough to achieve a given goal? Sci. Rep. 3, 1968 (2013).
52. Truong, D. T., et al. MetaPhlAn2 for enhanced metagenomic taxonomic profiling. Nat. Meth. 12 (10), 902-903 (2015).
53. Oulas, A., et al. Metagenomics: tools and insights for analyzing next-generation sequencing data derived from biodiversity studies. Bioinform
Biol Insights. 9 (9), 75-88 (2015).
